The predictive accuracy of the clinical variables was limited (AUC=0.66). Combining only genetic variables, a predictive model with a good accuracy was obtained (AUC=0.78). When genetic variables were added to the clinical model (full model-Arthrotest) the prediction of KOA progression was significantly improved (AUC=0.82) (Figure 1 . Table 2 ). The predictive ability for KOA progression of the full model was confirmed on the replication cohort (two-sample Z-test;N=62;p=0.190). The model obtained combines the clinical variable and 8 SNPs, namely rs2073508, rs10845493, rs2206593, rs10519263, rs874692, rs7342880, rs780094 and rs12009. SNPs contribute 78% to the predictive strength of the full model, the remaining 22% being explained by the age at disease diagnosis. The SNP rs2073508 in the TGFB1 gene, and the SNP rs12009 in the gene GRP78 (HSPA5) were the SNPs with a highest contribution to the predictive power of the model, 17% and 11%, respectively (Figure 2) . 
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